Introduction
White meat is the most economically valuable part of the broiler chicken. Although the genetic correlation of white meat weight with live weight is moderately high, the genetic correlation of white meat yield (WM%) with live weight is low. This means that the traditional selection program on easily measured live weight does not increase the WM% yield in the broilers. Feed resources, therefore, may be directed towards the growth of lower valued parts of the bird. White meat yield can only be measured after harvest, and therefore is not measurable on the live birds that must be maintained for reproduction. Thus, the use of marker-assisted selection is a preferable approach to improve the trait of WM%.
Materials and methods
The experimental population was initiated by crossing two primary broiler breeder lines, which differ in WM% by 2.7%. One F1 male was then mated with 12 unrelated F1 females to produce 201 F2 offspring that were grown under standard broiler conditions. Blood samples were collected for DNA analysis. Several important growth and composition traits were measured at 6 weeks of age ( Table 1 ). The offspring DNA was genotyped with 50 microsatellite molecular markers. Two types of statistical analyses were conducted. Single-marker association analysis was done for chromosomes on which only one marker was typed. Interval mapping was conducted for chromosomes on which multiple markers were typed.
Results and Discussion
Four markers were found to be significant at the 10% comparison-wise level, and one of those markers was associated with several different traits ( Table 2 ). In the interval mapping analysis, nine different chromosomal regions located on five chromosomes held significant quantitative trait loci (QTLs, Table 3 ). As an example, the interval mapping curve on chromosome 3 is shown in Figure 1 . Each QTL generally explained 1/3 to 2/3 of the variation in the trait.
The identification of markers associated with traits of importance can be used to select broiler breeders to produce offspring that will have superior growth characteristics. Knowing the genomic regions that harbor the QTL will aid the process of identifying the specific genes that cause the physiological changes.
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